Pri-miR-23a
Pri-miR-934
Pri-miR-34a
Pri-miR-513a -212.4 -216.0 -212.5 -204.3 -204.4 -212.9 -217.1 -211.6 -206.6 -211.2 -195.5 -200.7 -199.4 -199.9 -205.8 -206.6 -203. Table: Adjusted target silencing p C I M o c k P r i-5 2 0 -t a t P r i-2 3 -t a t P r i-9 3 4 -t a t P r i-3 4 -t a t P r i-5 1 3 -t a t Normalised hRluc : hFluc ns b P r i-5 2 0 -t a t P r i-2 3 -t a t P r i-9 3 4 -t a t P r i-3 4 -t a t P r i-5 1 3 -t a t tat Target Reads:
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------------------------------------------------UUCACAGGGAGGUGUCAUUUAUG
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11.1 c S. Figure 11 c 
